Here, we describe the complete genome of Methanothermobacter sp. strain KEPCO-1, a thermophilic and hydrogenotrophic methanogen that was isolated from an anaerobic digester in Seoul, Republic of Korea. The genome of KEPCO-1 shares 96.98% of its sequence with Methanothermobacter marburgensis strain DSM 2133 and consists of 1,741,029 bp, with 1,822 protein-coding genes, 44 noncoding RNAs, and a GC content of 48.47%. The development of this genome will facilitate future genomic studies of KEPCO-1.
The filtered data included a total of 1,099,392,337 bases. There were 81,220 postfiltered reads, encompassing 964,138,339 sequenced bases. The mean subread and N 50 read lengths were 7,204 bases and 10,409 bases, respectively. The genome is composed of a single chromosome (1,741,029 bp), with an average reference coverage of 421ϫ. One contig was generated and the two ends of the contig overlapped, which indicates that the genome is circular. Genome annotations identified a total of 1,866 genes, of which 1,822 were predicted to contain coding sequences, 37 were tRNAs, and 7 were rRNAs. The GC content was 48.75%.
The most closely related strain for KEPCO-1 was Methanothermobacter marburgensis DSM 2133 (9, 10) , and the average nucleotide identity of KEPCO-1 with respect to the nucleotide sequence of DSM 2133 was 96.98% (11, 12) . Furthermore, genes that were involved in energy production and conversion represented the largest proportion of genes in the KEPCO-1 genome (12) . The number of genes and the proportion were 169 and 8.9%, respectively. This category is related to genes that are involved in the synthesis of enzymes, coenzymes, and prosthetic groups that are involved in CO 2 and H 2 utilization to produce methane (12) .
Data availability. This whole-genome project (in GenBank format) and the corresponding raw files (in fastq format) have been deposited under GenBank accession numbers CP042937 and SRR10298064, respectively.
